Molecules of the title compound, C 15 H 19 N 3 O, are composed of an adamantine unit and a pyrazine ring connected to each other through an amide bond. The H-N-C O moiety is close to planar [C-N-C-O and C-N-C-C torsion angles of 4.7 (2) and À173.8 (1) , respectively]. The N3-C5 bond has partial double-bond character [1.370 (1) Å ]. The geometries of the pyrazine ring and the adamantane substituent are normal and in good agreement with closely related structures. In the crystal, molecules are connected by N-HÁ Á ÁO hydrogen bonds, forming zigzag chains in the [001] direction and are arranged in a herringbone fashion.
Structure description
Adamantane compounds have garnered considerable interest from the pharmacological community owning to their antiviral activity (e.g. Shchelkanov et al., 2014) . In the molecular structure presented herein, the adamantane component and its meaningful steric hindrance represents a geometric restriction for N-HÁ Á ÁO C hydrogen-bond formation. These interactions are the most interesting hydrogen bonding in biochemistry, as they stabilize the secondary structure of peptides (Pauling et al., 1951) . From the structural chemistry point of view, the strength and geometry of the interaction can be easily modified by use of bulky substituents (like adamantane) of the carboxyamide unit (Ośmiałowski et al., 2010 (Ośmiałowski et al., , 2013 .
In the asymmetric unit of the title compound ( Fig. 1 ), there is one independent molecule. The molecule is composed of an adamantane unit and a pyrazine ring connected to each other through the amide bond. The H-N-C O bond is close to planar, with C1-N3-C5-O1 and C1-N3-C5-C6 torsion angles of 4.7 (2) and À173.8 (1) , respectively. The N3-C5 [1.370 (1) Å ] bond has partial double-bond character and pyramidalization of N3 is not observed. The geometries of the pyrazine ring and the adamantane data reports substituent are typical and the C-C and C-N bond lengths are normal and in good agreement with the average literature values (Allen, 2002) and with those of closely related structures (e.g. Cati & Stoeckli-Evans, 2014; Wang & Stoeckli-Evans, 2016; SiMa, 2009; Zheng & Wang, 2009 ). In the crystal, molecules of the title compound form zigzag chains in the [001] direction through an N3-H3AÁ Á ÁO1 i hydrogen bond [symmetry code: (i) x, Ày, z À 1 2 ] (Table 1) . Chains are linked to each other by C3-H3Á Á ÁN1 ii interactions [symmetry code: (ii) Àx + 1 2 , y + 1 2 , Àz + 1 2 ], arranging the molecules in a herringbone packing arrangement (Fig. 2 ).
Synthesis and crystallization
N-(Pyrazin-2-yl)adamantane-1-carboxamide was obtained by reaction of aminopyrazine with 1-adamantanecarbonyl chloride (equimolar amounts added dropwise) in dichloromethane as a solvent containing triethylamine (1.2 molar equivalent). The reaction was performed at room temperature for 24 h. The solvent was then removed under reduced pressure and the residual was treated with saturated Na 2 CO 3 solution. The water layer was extracted with chloroform and the organic phase was evaporated to dryness. The residual solid was recrystallized from ethanol solution.
Refinement
All H atoms were found in a difference map but set to idealized positions and treated as riding, with C-H = 0.93 Å and U iso (H) = 1.2U eq (C) for aromatic H atoms, C-H = 0.97 Å and U iso (H) = 1.2U eq (C) for Csp 3 H atoms, and N-H = 0.86 Å and U iso (H) = 1.2U eq (N). Crystal data, data collection and structure refinement details are summarized in Table 2 . Table 1 Hydrogen-bond geometry (Å , ). Computer programs: CrysAlis CCD and CrysAlis RED (Oxford Diffraction, 2008), SHELXS97 (Sheldrick, 2008) , SHELXL2013 (Sheldrick, 2015) , and XP in SHELXTL (Sheldrick, 2008) .
Figure 2
The crystal packing of the title compound, viewed along the c axis.
Figure 1
The molecular structure of the title compound, with displacement ellipsoids drawn at the 50% probability level.
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Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. (7) 0.0200 (7) 0.0018 (5) 0.0000 (5) 0.0063 (5) C3 0.0149 (6) 0.0142 (6) 0.0273 (7) 0.0009 (5) 0.0019 (5) 0.0035 (5) C4 0.0158 (6) 0.0155 (6) 0.0170 (6) 0.0002 (5) 0.0008 (5) 0.0008 (5) C5 0.0118 (6) 0.0132 (6) 0.0131 (6) −0.0026 (5) 0.0009 (5) −0.0001 (5) C6 0.0135 (6) 0.0123 (6) 0.0118 (6) 0.0012 (5) 0.0021 (5) 0.0000 (5) C7 0.0170 (6) 0.0139 (6) 0.0122 (6) 0.0006 (5) 0.0018 (5) 0.0004 (5) C8 0.0182 (6) 0.0145 (7) 0.0146 (6) 0.0022 (5) 0.0003 (5) 0.0024 (5) C9 0.0193 (6) 0.0127 (6) 0.0238 (7) 0.0021 (5) 0.0042 (5) 0.0001 (5) C10 0.0185 (7) 0.0131 (7) 0.0193 (6) −0.0021 (5) 0.0002 (5) −0.0040 (5) (17) C1-N1-C2 116.27 (10) C8-C9-H9A 109.9 C3-N2-C4 116.83 (11) C10-C9-H9B 109.9 C5-N3-C1 127.97 (10) C8-C9-H9B 109.9 C5-N3-H3A 116.0 H9A-C9-H9B 108.3 C1-N3-H3A 116.0 C9-C10-C15 109.80 (9) N1-C1-C4 121.50 (11) C9-C10-C11 109.13 (10) N1-C1-N3 113.36 (10) C15-C10-C11 109.76 (10) 
